Recommendation 1. When the gene name contains a number that is necessary for identifying the product or phenotype, it is proposed that the product-identifying number be included as an integral part of the base symbol, with digits unseparated from the letters by a hyphen.
Conventions for naming and symbolizing genes in Neurospora are derived from usage in Drosophila and do not conform with bacterial conventions, which they predate. Different loci with the same base symbol are identified by number. The only digits included in most gene symbols are those that specify the locus number, which is separated from the alphabetical portion of the symbol by a hyphen, as for example arg-1, arg-2, arg-3 The situation becomes complicated when the gene to be named specifies a product requiring a number for its identification. (The histones provide an example.) One way to avoid confusing gene-product numbers with locus-numbers would be to integrate the product number into the unhyphenated base symbol as a digit or digits. For example, chromosomal genes specifying different members of the protein import complex of the mitochondrial outer membrane would be symbolized mom19, mom22, etc., rather than mom-19, mom-22. Similarly, nuo78 would be used rather than nuo-78 for the nuclear gene specifying the 78 kilodalton subunit of the respiratory chain NADH dehydrogenase (Complex I) in the inner mitochondrial membrane. Histonespecifying genes might be symbolized hH1, hH2, hH3.
In addition to ensuring that numbers describing the product or phenotype not be mistaken for locus numbers, a further advantage of omitting the hyphen in this situation is that doing so makes it possible to use the same base symbol for other loci, as might be desired for members of gene families or sometimes for genes with products that form a functional complex. Genes that specify heatshock protein HSP70 provide an example. This recommendation reaffirms what is already normal practice. According to convention, arbitrary strain numbers and isolation numbers should not be set off from the base symbol by a hyphen and should not be adopted as locus numbers at the time mutations are mapped and new loci are defined. If the isolation number of an unmapped mutant is to be displayed, the number is normally placed in parentheses following the base symbol. The presence of a hyphen in the symbols of unmapped mutants could be taken to imply that two mutations are at different loci when in fact the mutants have not been tested for allelism. An example of the confusion that may arise from inappropriate use of hyphens is provided by the history of aod symbols referenced in the 1982 Compendium. Four unmapped alternate oxide deficient mutants were first designated aod-1, -2, -3, and -4. Then the aod-1, -2, and -3 mutations proved to be alleles and were all assigned to a locus called aod-1, while the fourth, originally designated aod-4, was assigned to another locus, called aod-2.
When only one locus is known that bears a particular name and base symbol, the number -1 is unnecessary and its use is optional. Thus, the only known inositol locus is symbolized inl rather than inl-1.
Locus numbers will ordinarily be assigned sequentially as additional genes with similar phenotypes and the same base symbol are shown to be nonallelic. If these conventions had been followed, mod-5 would have been called mod-1 or mod, and the first three blue-light-inducible loci would have been called bli-1, bli-2, bli-3 rather than bli-3, bli-4, bli-7.
Recommendation 3. Gene names should not be changed without a compelling reason.
Priority is established by the name that is used for a gene locus when its map location is first published. For example, an auxotrophic mutation tentatively called ace-6, which uses acetate or succinate, was shown to be allelic with suc, which had been named and mapped long before. Because of priority, the ace-6 designation was then dropped in favor of suc (Kuwana and Okumura 1979 Jpn. J. Genet. 54:235-244). When grg-1 and ccg-1 were found to be alleles, only the latter had been mapped. It was therefore agreed to use the symbol ccg-1 for the locus. For the same reason, the locus name eas was retained in preference to ccg-2 and bli-7 when the latter were both shown to be eas alleles.
The temptation will always exist to give a more precise name to a gene when new information is obtained, but unless restraint is exercised, synonyms will proliferate and confusion is likely to result. For example, when the linkage group VI gene Bml was shown to specify beta-tubulin, a proposal was made to rename the locus tub-2, which corresponds to the homologous gene in Aspergillus (Orbach et al.. 1986 Mol. Cell. Biol. 6:2452-2461). However, the original name
